ABSTRACT Here, we report the coding-complete genome sequence of an avian metapneumovirus from a monk parakeet (Myiopsitta monachus), identified by metagenomic next-generation sequencing during an investigation into a disease outbreak in a captive parrot breeding facility. Based on divergence from known strains, this sequence represents a new subgroup of avian metapneumovirus.
8 2 2 -nc 10 -lenf 500 8") to assemble the full-length genome (5) . Reads were then mapped back to the genome using Bowtie 2 v2.2.4 ("-very-sensitive-local" mode) (6) . The final consensus sequence is 13,648 nt long, with 26ϫ mean coverage and a GC content of 39% (Fig. 1) . Genome termini were not specifically identified. Consistent with active viral replication, we observed reads from both negative-strand (genomic) and positive-strand (mRNA transcript/antigenomic) RNA. The most similar sequences in the NCBI nt/nr reference databases identified by BLAST search were metapneumoviruses (7) . Phylogenetic analysis of the L gene (encoding RNA-dependent RNA polymerase [RdRp]) at the amino acid level revealed 43 to 49% identity to representative members of the genus Orthopneumovirus and 61 to 66% identity to representative members of the genus Metapneumovirus, indicating that this sequence represents a new subgroup of metapneumoviruses ( Fig. 1) (8) . Analysis of the fusion glycoprotein (F) gene and attachment glycoprotein (G) gene further supported this classification.
We have identified the first member of a new subgroup of metapneumoviruses, distinct from avian metapneumoviruses A, B, C, and D. Despite similarities between this outbreak and outbreaks of avian metapneumovirus in commercial poultry, it remains unknown whether the virus identified here directly caused the symptoms observed in this individual and/or flock.
Data availability. The avian metapneumovirus sequence described here has been deposited at GenBank under the accession number MK491499.
